
Start crop Point End crop Point

MSA length = 973
C T A T AGGT T T AGGT CGC T ACCGGT AGT T CGT T TGGC T A T T AAAAC T A T T C T T AACCC T T AA T TGC TGACAC T AC T T T C TGAAACGT T AA TGC TGACACGG - - - - - - - - - - T C T CCCAGAC T CCGTGT CAGCAGT T AAGGGT T AAGA T A T AGAA TGT T A T T A T T T CAGGTGT A T T T - - A T AGC TGT T T TGA T A T T T T A T AGT T T CAGAACG
A T T C T A TGC T A TGC T T - - - - - - AAA T T T CAAA T A - - - - - - - - - - - T T C T T T T AACCC T T AAC TGC TGACAC T AC T T T C TGAAACA T AAA TGC TGACA TGG - - - - - - - - - - T C T CCCAGAC T CCGTGT CAGCAGT T AAGGGT T AAA - - - - - - - - - - - - - - - GT T C - - - - - - - - - - - - - AA T AC T AA T - - AA - - - - - A T T A T A T T T A T AACA
TGT T C T T T T TGGT AC T - - AAAGGT A T T CCAAGT AAA TGAAAAAA T T C TGT T T AACCC T T AAC TGC TGACAC T AC T T T T TGAAACA T T AA TGC TGACA TGG - - - - - - - - - - T C T CCCAGAC T CCGTGT CAGCAGT T AAGGGT T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - T T C - - GTGGT TGAC T - - - AA T T T T T C TGT C TGACAACA
- - - - - - - - - - - - - - - - - - ACGT A T A T T T T A T T AAAAAAA TGGAAAAAC TGT T AACCC T T AAC TGC TGACAC T AC T T T C TGAAACA T T AA TGC TGACACGG - - - - - - - - - - T C T CCCAGAA T CCGTGT CAGCAGT T AAGGGT T AA T AAA T AAAA T A T AA T T T T T T AGGAACA - - - - - - T CGGT T AGA T TGAAA T T T C TGC T A T A TGCCAGA
A TGT CC TGCCA TGT A T T TGAGAGAAA T T CGGA T AGA TGAAAA - - C T AAGC T T AACCC T T AAC TGC TGA T AC T AC T T T C TGAAACA T AAA TGC TGACA TGG - - - - - - - - - - T C T CCCAGAC T CCGTGT CAGCAGT T AAGGGT T AAA - - - - - - - - - - - - - - - T T C TGCAAGCA - - - - AAAA TGC T AGC T - GA - - - - - A T TGT T T TGGCGAAA
- - - - T C T A TGG - - - - - T T AAGT T T T AA T CA T A T A T A T AACGT - - T T T AC T T T AACCC T T AAC TGC TGACAC T AC T T T C TGAAACGT T AA TGC TGACACGG - - - - - - - - - - T C T CCCAGAC T CCGTGT CAGCAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TGGGT T AAC T A T A
T AC TGT TGT TGT A T A T A T AAA TGGT T T T T AA T T ACGAGT AAA TGGCCAC T T T AACCC T T AAC TGC TGACAC T AC T T T C TGAAACGT T AA TGC TGACACGG - - - - - - - - - - T C T CCCAGAC T CCGTGT CAGCAGT T AAGGGT T AAAA T T T AAAA T A T - - - T TGC TGGCCACAA T C T - - A TGGT TGCCC TGAAA TGC T A TGA T T A T A T T TGA
A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T AACCC T T AAC TGC TGACAC T AC T T T C TGAAACGT T AA TGA TGACACGG - - - - - - - - - - T C T CCCAGAC T CCGTGT CAGCGC T T AGGGGT T AAAA T A T AAAA T A T A T T TGTGT T ACACCAA T T - - - A TGGT T A TGC - - - AA T T - T CAGT T TGAGC TGAA
- - - - - - - - - - - - - - - - - - - AA T A T T TGT T A T A T T A - - - - - - - - - - - - - - T T T AACCC T T AAC TGC TGACAC T AC T T T C TGAAACGT T AA TGC TGACACGG - - - - - - - - - - T C T CCCAGAC T CCGTGT CAGCAGT T AAGGGT T AAA - T A T AAAAAA T AA T T T T T T AAAAA TGA T T T AAA TGGC T A T - - - - - - - - - - GA TGAA T AGGCAACA
A T T AAA T A T AGTGT A T - - AAGCACACAA TGT ACAGA T T A T AA - - T T C T T C T T AACCC T T AAC TGC TGACAC T AC T T T C TGAAACA T T AA TGC TGACACGG - - - - - - - - - - - - - - CCAGAC T CCGTGT CAGCAGT T AAGGGT T AAGC T A T AAAA T ACAA T T A T T TGT AGGCAA T AGGT C TGT T TGGT T T - - - - - - - CGT A T A T T CAC T CCA
T - CC T C TGT CGGCGCC T T CGA T A T CA T T TGT ACAAACAA - - - - - - - - - - A T T AACAC T T AAC TGC TGACAC T ACC T T C TGAAACGT T AA TGC TGACACGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGC TGAGAA TG - T T T AAA TGT T T A T T - - - - AGT T T TGTGC T T T AAC T ACA
- - - - - - - - - - - - - - - - - - AA T T T T CCA T T AGGT TGAGGAGA T AAAAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T CGCAGAGCCCGTGT CAGCAGT T AAGGGT T AAA - - - - - - - - - - - - - - - C T T CGT CACAAA T T T - - A TGA T T T T AC T - - AAC T T T AA T AA T AAA T T A T A
T T CC T T TGT TGGCGGC T A - - - - - - - T A T T A TGT AAA T T A T T C - - T TGC T T T T AACCC T T AAC TGC TGACAC T AC T T T C TGAAACGT T AA TGC TGACACGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA - - - - - T CGGA T T C T AGGAAA
GT T CAGT A T T AAAAC T - - AAAAACA T T T CGGACA - - - - T TGT - - T T T T A T T T A T CCC T T AAC TGC T AACAC T AC T T T C TGAAACA T T AA TGC TGACACGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T C - - - - - - - - - - - - - A T A T C T AGCA - AA - - - - - AACA T C T T T AGCCA T
- - - - - - - - - - - - - - - - - - - - - - A T T TGT T AAAC T T AC TGT T A - - - - - - - C T T AACCC T T AAC TGC TGACAC T AC T T T C T AAAACA T T AA TGC TGACACGG - - - - - - - - - - T C T CCCAGAC T CCGTGT CAGCAGT T AAGGGT - - - - - - - - - - - - - - - - - - - T T C T AAAACGAAA T T AAA T CGC T AGACAGAAA T T C T C TGGGT T CAAAA T A
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TE: rnd_5_family_982.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 973bp; fragments: 177; full length: 48 (>=875.7bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800

20
40

60
80

10
0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 200 400 600 800

0
20

0
40

0
60

0
80

0

TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 973 bp
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TE: rnd_5_family_982.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1283bp; fragments: 154; full length: 0 (>=1154.7bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_982

 size: 976bp; fragments: 243; full length: 1 (>=878.4bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 976 bp



0 200 400 600 800

ORF2

ORF1

After TEtrimmer ORF and PFAM domain plot
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PFAM domains
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ORFs
PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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